
Rapid detection and reporting of novel infl uenza A 
virus (IAV) strains are critical to prompt evaluation 

of a pandemic threat (1). For example, in 2009, health of-
fi cials in Mexico reported a variant infl uenza A(H1N1) 
virus of swine origin; that variant quickly caused a 
pandemic (2). Although uncommon, transmission of 
swine variant IAV strains from pigs to humans has been 
documented on several occasions (3). Pig farming is 

structured such that the animals move to different types 
farms as they grow. Usually, piglets are born in farrow-
ing farms, transferred to nurseries upon weaning, and 
then sent to fi nisher barns at 10–12 weeks of age. These 
farms usually span >2 geographically separate sites.  
Collectively, the combination of farrowing, nursery, 
and fi nisher farms form a chain where later farms are 
referred to as downstream from prior ones in the chain.

In 2005, updates to the International Health Regu-
lations instituted mandatory reporting of pathogens 
such as novel infl uenza variants in all member states 
of the World Health Organization (2). Since then, 29 
cases of swine infl uenza A(H1N2) variant H1N2v) 
strains have been reported to the World Health Orga-
nization, including 25 cases in the United States during 
2011–2018, 1 case in Brazil in 2015, and 2 cases in Brazil 
in 2020 (4–7). In addition, 2 cases of H1N2v infection 
were detected in Canada: 1 in Alberta in October 2020 
and 1 in Manitoba in April 2021 (8). Since the 2010–11 
infl uenza season, the US Centers for Disease Control 
and Prevention has reported >465 cases of swine IAV 
variants, including H1N1v, H1N2v, and H3N2v, in 
humans (9). We report the detection and genetic char-
acterization of an H1N2v IAV isolated from a patient 
in Alberta.  We also describe the public health response 
and relevant investigations regarding the case.

Methods

Case Description
During the second week of October 2020, a child <18 
years of age was brought to a local emergency depart-
ment with a 4-day history of cough, fever, pharyngi-
tis, and rhinorrhea. At admission, the patient was afe-
brile, had mild tachycardia and tachypnea, and had 
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Infl uenza strains circulating among swine populations 
can cause outbreaks in humans. In October 2020, we 
detected a variant infl uenza A subtype H1N2 of swine ori-
gin in a person in Alberta, Canada. We initiated a public 
health, veterinary, and laboratory investigation to iden-
tify the source of the infection and determine whether it 
had spread. We identifi ed the probable source as a local 
pig farm where a household contact of the index patient 
worked. Phylogenetic analysis revealed that the isolate 
closely resembled strains found at that farm in 2017. Ret-
rospective and prospective surveillance using molecu-
lar testing did not identify any secondary cases among 
1,532 persons tested in the surrounding area. Quick col-
laboration between human and veterinary public health 
practitioners in this case enabled a rapid response to a 
potential outbreak.
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an oxygen saturation of 93% on ambient air. We did 
not find signs of respiratory distress and discharged 
the patient after collecting specimens for respiratory 
virus testing. The patient was born in Canada and up-
to-date with all routine immunizations and influenza 
vaccinations until 2016.

Consent was provided for the patient and the 
patient’s household members to be included in this 
report provided that no identifiable information was 
published. Presentation of the data contained in this 
report has been approved by the Human Research 
Ethics Board at the University of Alberta (Edmonton, 
Alberta, Canada; study no. Pro00105933).

Diagnostic Evaluation
The patient’s nasopharyngeal swab sample tested 
negative for severe acute respiratory syndrome coro-
navirus 2 (SARS-CoV-2) by real-time reverse tran-
scription PCR (rRT-PCR) (10). Multiplex molecular 
respiratory virus testing (NxTAG Respiratory Patho-
gen Panel; Luminex Corporation, https://www.
luminexcorp.com) detected the presence of IAV; 
however, the virus could not be subtyped. A second 
rRT-PCR confirmed the presence of IAV but not influ-
enza A(H1N1)pdm09 virus (11,12). Partial Sanger se-
quencing of the hemagglutinin (HA) and neuramini-
dase (NA) genes using universal primers (13) yielded 
sequences that closely resembled isolates of swine 
H1N2 IAVs available in GenBank.

Epidemiologic Inquiry
The patient had no history of travel, contact with per-
sons from outside the county, or contact with per-
sons who had respiratory illness. One of the patient’s 
household contacts worked with animals at a local pig 
farm. No household contacts reported symptoms of in-
fluenza-like illness or coronavirus disease (COVID-19) 
before the onset of illness in the index patient. Howev-
er, 1 household contact reported influenza-like illness 
symptoms ≈2 days after symptom onset in the index 
patient. All household contacts remained at home for 
10 days after symptom onset in the household contact. 
Both symptomatic persons recovered. Two asymptom-
atic household members, including one who worked 
at the farm of interest, consented to serologic testing by 
hemagglutination inhibition (HI) assay; samples were 
collected 35 days after identification of the index pa-
tient. The index patient and symptomatic household 
member declined serologic testing.

Public Health Response
Upon confirmation of swine IAV, which occurred 3 
weeks after collection of the original nasopharyngeal 

swab sample, provincial public health teams, in col-
laboration with the Alberta Precision Laboratories 
(Edmonton, Alberta, Canada), undertook heightened 
influenza surveillance measures in the geographic 
zone of Alberta where the case was identified. All 
respiratory specimens collected for community and 
hospital-based SARS-CoV-2 testing in that region 
during October 5–November 4, 2020, were retrieved 
from storage and tested for IAV (12). We conducted 
prospective testing for IAV on all respiratory speci-
mens submitted for SARS-CoV-2 testing from that 
area during November 4–10, 2020. Patients being test-
ed for SARS-CoV-2 were informed they would also 
be tested for IAV.

Upon notification of the case, the Office of the 
Chief Provincial Veterinarian (Edmonton, Alberta, 
Canada) began a veterinary investigation in collabo-
ration with industry veterinarians and university 
partners to explore potential links to local pig herds. 
Staff of the Chief Provincial Veterinarian investi-
gated the health, history and biosecurity practices of 
the farm where the household contact worked. Past 
samples collected from local pig herds showed IAVs 
of multiple subtypes in the farms supplying piglets 
to the herd of interest. In December 2017, a closely re-
lated H1N2 virus had been isolated from the nursery 
supplying the farm. In October 2019, a virus from the 
influenza A(H1N1)pdm09 clade was isolated from 
the nursery; this strain was most recently detected at 
the nursery in February 2020.

Characterization of H1N2v Strain
We forwarded the patient’s sample to the National 
Microbiology Laboratory (Winnipeg, Manitoba, Can-
ada) for isolation and further characterization. The vi-
rus was cultured on Madin-Darby canine kidney cells 
in 1 passage using standard techniques (14).

We conducted HI assays with 0.5% vol/
vol turkey red blood cells and 4 HA units of A/ 
Alberta/01/2020 (H1N2)v. We treated each serum 
with receptor-destroying enzyme (Denka Seiken, 
https://www.denka.co.jp) at a 1:4 dilution for 18 hrs 
at 37°C and 45 min at 56°C, then performed adsorp-
tion with packed turkey red blood cells (15). We de-
fined the HI titer as the highest dilution of the serum 
capable of inhibiting hemagglutination.

We determined phenotypic susceptibility for 
oseltamivir and zanamivir by using a chemilumi-
nescent NA inhibition assay (NA-Star Influenza 
Neuraminidase Inhibitor Resistance Detection Kit; 
Thermo Fisher Scientific, https://www.thermofish-
er.com) at the National Microbiology Laboratory. 
The assay used viruses standardized to equivalent 
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NA enzyme activity and incubated with 0.0316–
1,000 nmol of oseltamivir or zanamivir. We calcu-
lated the 50% inhibitory concentration (IC50) by plot-
ting the percentage inhibition of NA activity against 
the inhibitor concentration, using PRISM version 4 
(GraphPad Software, https://www.graphpad.com) 
for curve fitting.

We conducted whole-genome sequencing of the 
H1N2v isolate on the MinION (Oxford Nanopore 
Technologies, https://nanoporetech.com) and MiSeq 
(Illumina, https://www.illumina.com) platforms. 
We generated sequence data and prepared and se-
quenced libraries using the DNA Library Prep Kit 
and iSeq 100 (Illumina; Appendix, https://wwwnc.
cdc.gov/EID/article/27/12/21-0298-App1.pdf). 
We conducted phylogenetic characterization of the 
H1N2v isolate by comparing human H1N2v and 
swine H1N2 HA (segment 4) sequences available on 
GenBank. We also aligned sequences and visualized 
the phylogenetic trees (Appendix).

Sampling
We used the rope technique to collect samples from 
several farms, including the farm of interest (16). 
We also collected 56 deep nasal swab and 11 pen-
based oral fluid samples from farms downstream of 
the farm of interest, as well as 12 nasal swab and 
6 oral fluid samples from the farm of interest. We 
placed individual nasal swab samples in 1.5 mL of 
Dulbecco’s modified Eagle medium (Thermo Fisher 
Scientific) and vortexed them before extracting 500 
µL pooled samples from 3–4 swabs for PCR (17). 
We subtyped the RNA from the strongest positive 
pooled nasal swab or oral fluid sample from each 
farm. Samples were analyzed at the University of 
Saskatchewan (Regina, Saskatchewan, Canada) by 
using the VetMAX-Gold Swine Influenza Virus De-
tection rRT-PCR kit and the VetMAX-Gold Swine 
Influenza Virus Subtyping rRT-PCR kit (Thermo 
Fisher Scientific) (18).

Results
BLAST (https://blast.ncbi.nlm.nih.gov/Blast.cgi) anal-
ysis of historical swine H1N2 and H1N2 isolates from 
western Canada yielded a close match to a virus strain 
found on only a few farms in central Alberta, including 
a farm in the pig supply chain of the herd of interest. 
Phylogenetic analysis showed that the human A/Alber-
ta/01/2020 H1N2v isolate belonged to the evolution-
ary branch found at the nursery that supplied the farm 
where the household contact worked (A/swine/Alber-
ta/SD0237/2017 and A/swine/Alberta/SD0267/2017); 
the most similar sequence was collected from the source 

farm in 2017 (Figure; Appendix Table). The A/Alberta/ 
01/2020 H1N2v sequence shared high genetic similarity 
(98%–>99%) with 8 genes from multiple swine H1N2v 
and H3N2 strains from western Canada and the United 
States (Table). The H1 gene sequence most resembled 
sequences found in the H1α-3a subclade.

Two members of patient’s household had HI titers 
of 20. Seasonal vaccine serum for A/Hawaii/70/2019 
H1N1 elicited no HI titer against A/Alberta/01/2020 
H1N2v. We found that A/Alberta/01/2020/H1N2v 
was susceptible to oseltamivir (IC50 0.41 nmol) and 
zanamivir (IC50 2.16 nmol). The control strain, A/Bris-
bane/10/07 H3N2, was sensitive to oseltamivir (IC50 
0.61 nmol) and zanamivir (IC50 3.19 nmol).

Surveillance for Additional H1N2v Cases
This case occurred during the response to the  
COVID-19 pandemic, when there was no circulating 
seasonal influenza in the province (19). We did not 
identify additional cases of IAV from retrospective 
testing of 1,276 archived respiratory specimens nor 
prospective testing of 256 specimens submitted for 
respiratory virus testing.

IAV Testing
In total, 3/13 pooled nasal swab and 2/6 oral fluid 
samples from the farm of interest tested positive for 
IAV. Cycle threshold (Ct) values were 34.7–36.6; we 
considered values <38 to be positive. We found that 
all positive pooled nasal swab and oral fluid samples 
from the 2 sites of interest with the lowest Ct value 
(34.7) had the H1 gene; however, we could not identi-
fy the NA type. The sample with the second lowest Ct 
value (35.4) from the same downstream site was sub-
typed as N2, as was the only positive (Ct 36.0) sample 
from the other downstream farm tested.

At the nursery, all 3 pooled nasal swab and all 
6 oral fluid samples tested positive for IAV (Ct 29.8–
34.7). We identified H1, H3, N1, and N2 genes in the 
pooled nasal swab sample with the lowest Ct value 
(29.8) from the nursery.

Discussion
We report pig-to-human transmission of H1N2v vi-
rus in Alberta, Canada. The source of H1N2v infec-
tion in the index patient is unclear, but one of the 
patient’s household contacts worked at a pig farm 
where a similar H1N2 virus was found in 2017.

IAV is transmitted through close contact and 
contaminated objects (5). Transmission of IAV from 
swine to humans is usually the result of close contact 
or self-inoculation from contaminated farm surfaces 
(3,20,21). In Canada, pig farms must adhere to strict 
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farm biosecurity measures, such as policies requir-
ing workers to shower before leaving, use of facility-
specific uniforms and boots, and designation of clean 
and dirty zones (22–24). Thus, the likelihood of the 
index patient acquiring infection through fomite-re-
lated transmission is very low. Because the index pa-
tient never visited the farm of interest, the virus was 
probably transmitted through respiratory droplets 

from the household contact who worked at the farm. 
Humans have poor seroconversion to H1N2 viruses 
(20), so it is possible that the household contact had 
partial protection from previous exposure, despite 
having an HI titer of 20. Partial protection might also 
explain the limited forward transmission observed in 
this study, especially because H1N2v virus is associ-
ated with mild illness and limited transmission (5).
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Figure. Phylogenetic trees of A/Alberta/01/2020 H1N2v and related strains, United States and Canada, 2016–2020. A) The H1α-3a 
subclade. B) The H1α-3a subclade with ≈2 years of changes (2017–2018) of A/swine/Alberta/SD0237/2017 and A/swine/Alberta/
SD0267/2017. The trees were built with IQ-TREE version 2.0.3 (http://www.iqtree.org) on the basis of hemagglutinin sequences. 
Numbers at nodes indicate bootstrap values based on 1,000 replicates. Red bars identifies clades; all clades presented have % age 
bootstrap values >70. Diamond indicates A/Alberta/01/2020 (H1N2)v. Scale bar indicates number of nucleotide substitutions per site.
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Although not an exact predictor of protection, HI 
titers of 40 are considered the minimum protective 
level for humans (25). Therefore, titers of 20 against 
the isolated strain would not indicate a recent stimu-
lation of the antibodies or a protective cross-reaction. 
However, a very mild or asymptomatic infection 
might not result in a high titer immune response (26). 
Because testing with A/Hawaii/70/2019 (H1N1) an-
tiserum elicited no titer, seasonal vaccination would 
probably not provide protection against A/Alber-
ta/01/2020/H1N2v.

Extensive surveillance testing in the geographic 
area of the index patient did not detect additional 
cases, indicating minimal spread. After detection 
of a variant influenza, active case-finding is critical 
because of the potential pandemic threat posed by 
emerging strains. A comparative evaluation of H1N1v 
and H1N2v viruses isolated during 2011–2016 found 

that many swine H1 strains capable of infecting hu-
mans possess adaptations for efficient replication and 
enhanced transmission through respiratory droplets 
(27). Furthermore, the H1 antigens in most isolates 
were distinct from those of vaccine strains; thus, rou-
tine influenza vaccine is unlikely to provide adequate 
protection against variant strains. Even 1 zoonotic 
event could enable adaptations for human infection 
and transmission (28).

We found low levels of circulating virus among 
pigs at the farm where the index patient’s household 
member worked and those downstream from it, pos-
sibly because the 2 sites were finisher barns where 
medium-sized grower pigs are raised until they reach 
market weight. Sows who have antibodies to IAV from 
vaccination or natural exposure can pass maternally 
derived antibodies to their offspring through colos-
trum. The amount of maternally derived antibodies 
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Table. Genetic comparison of A/Alberta/01/2020 (H1N2)v and other influenza strains in swine and humans, United States and 
Canada, 2016–2020* 

GISAID ID Segment Gene 
GenBank 

accession no. 
% 

Identity Host Genotype Country Strain Clade 
EPI1815176 1 PB2 MK475180 99.3 Human H1N1 USA A/Connecticut/37/2018 npdm    

MK475443 99.3 Human H1N1 USA A/Montana/39/2018 npdm    
MK623898 99.3 Human H1N1 USA A/Wisconsin/517/2018 npdm 

EPI1056722    91.4 Human H1N2v USA A/Ohio/24/2017† H1α-3 
variant 

EPI1815177 2 PB1 MK631128 99.3 Human H1N1 USA A/Iowa/01/2019 npdm 
EPI1056723    91.3 Human H1N2v USA A/Ohio/24/2017† H1α-3 

variant 
EPI1815175 3 PA MK462359 98.7 Swine H3N2 Canada A/swine/Saskatchewan/ 

SD0247/2017 
Swine 

H3    
MK462496 98.7 Swine H3N2 Canada A/swine/Saskatchewan/ 

SD0258/2017 
Swine 

H3 
EPI1056721    96.4 Human H1N2v USA A/Ohio/24/2017† H1α-3 

variant 
EPI1815179 4 HA MK462499 97.9 Swine H1N2 Canada A/swine/Alberta/SD0237/2017 H1α-3a 
EPI1056725    91.7 Human H1N2v USA A/Ohio/24/2017† H1α-3 

variant 
EPI1815172 5 NP MK445889 99.0 Human H1N1 USA A/North Dakota/42/2018 npdm 
EPI1056718    94.9 Human H1N2v USA A/Ohio/24/2017† H1α-3 

variant 
EPI1815178 6 NA MK462493 98.2 Swine H3N2 Canada A/swine/Saskatchewan/ 

SD0258/2017 
Swine 

H3 
EPI1056724    95.4 Human H1N2v USA A/Ohio/24/2017† H1α-3 

variant 
EPI1815174 7 M CY246708 99.5 Swine H1N2 Canada A/swine/Saskatchewan/ 

SD0204/2016H1N2 
H1α-3 

   
CY246716 99.5 Swine H1N2 Canada A/swine/Manitoba/SD0203/ 

2016H1N2 
H1α-3 

   
MK462355 99.5 Swine H3N2 Canada A/swine/Saskatchewan/ 

SD0247/2017 
Swine 

H3 
EPI1056720    96.6 Human H1N2v Canada A/Ohio/24/2017† H1α-3 

variant 
EPI1815173 8 NS MK462463 99.2 Swine H1N2 Canada A/swine/Alberta/SD0267/2017 H1α-3a 
EPI1056719    94.1 Human H1N2v USA A/Ohio/24/2017† H1α-3 

variant 
*GISAID, https://www.gisaid.org. HA, hemagglutinin; ID, identification; M, matrix; NA, neuraminidase; NP, nucleoprotein; npdm, influenza A(H1N1)pdm09-
like virus; NS, nonstructural protein; PA, polymerase acidic protein; PB1, polymerase base protein 1; PB2, polymerase basic protein 2. 
†A/Ohio/24/2017 data was deposited into GISAID by the Centers for Disease Control (Atlanta, Georgia, USA) and first identified in the Ohio Department 
of Health Laboratories (Reynoldsburg, Ohio, USA). 
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detected in newborn piglets varies within litters, not 
only because antibodies vary among sows, but also 
because the firstborn piglets consume the most colos-
trum. In total, 60%–100% of nursing piglets born to 
a vaccinated sow have HI titers >120 at 5 days old. 
On average, 75% of the nursing piglets of vaccinated 
sows have a strong titer (>120) that is homologous 
between the vaccine and circulating strains (i.e., au-
togenous vaccines) (S. Detmer, University of Sas-
katchewan, pers. comm., 2021 Jun 5). As such, there 
is limited detection of virus in farrowing barns. In 
contrast, IAVs are often detected in and isolated from 
nursing piglets 14–24 days of age on farms that do not 
vaccinate sows, further demonstrating that maternal-
ly derived antibodies from vaccinated sows limit in-
fection in nursing piglets until these antibodies wane 
at 6–8 weeks of age (29). By the time pigs reach the 
finisher barns, they often have experienced infection 
in the nursery, farrowing barn, or both and have ac-
quired their own immune response to endemic strains 
of IAV. In finisher barns, acquired immunity among 
pigs causes many IAV infections to be subclinical  
and undetected (30).

In 2016, analysis of whole influenza genomes 
isolated from pigs in Canada and the United States 
demonstrated the splitting of the H1α clade into 3 
distinct subclades: H1α-1, H1α-2, and H1α-3 (31). We 
found that A/Alberta/01/2020/H1N2v most closely 
resembles strains belonging to the H1α-3 virus clade; 
however, the variant strain does not contain the ami-
no acid deletions at sites 129 and 130 in the HA gene. 
Therefore, A/Alberta/01/2020/H1N2v probably 
belongs to the H1α-3a virus clade. Further study is 
required to assess if the H1α-3a virus cluster is anti-
genically in addition to genetically distinct from the 
H1α-3 virus cluster.

A zoonotic H1α-3 H1N2v virus strain (A/
Ohio/24/2017/H1N2) was isolated from a human in 
the United States in 2017 (32). The A/Ohio/24/2017/
H1N2 and A/Alberta/01/2020 strains share high nu-
cleotide identity (91.3%–96.6%) within 8 major genes; 
however, this proportion is lower than that of other 
H1N2 strains (Table). As of July 2021, 9 distinct H1α-
3a viruses have been detected in the United States. 
These 9 viruses were probably associated with ani-
mal movements from Alberta to the US states of Iowa 
and South Dakota. These animal movements stopped 
in 2018 and there is no evidence of continued trans-
mission or geographic spread of these strains in the 
United States (31).

A major limitation of this study is the 3-week 
delay in confirming the patient’s H1N2v infection. 
Therefore, active surveillance testing of persons and 

pigs in the patient’s geographic region was delayed, 
possibly diminishing our ability to detect additional 
active cases. However, we mitigated this limitation in 
human sampling by testing banked samples collected 
for SARS-CoV-2 testing beginning ≈1 week before the 
collection of the patient’s nasopharyngeal swab sam-
ple. The delay might have contributed to the higher Ct 
values for IAV testing of samples from pigs at the farm 
of interest, because the active phase of infection prob-
ably occurred several weeks earlier in most pigs. The 
higher Ct values of >30 also decreased our ability to 
amplify certain gene segments for strain identification.

As of September 2021, no further H1N2v virus 
cases have been identified in humans in that area 
of Alberta. This case occurred when IAV incidence 
among humans was uncharacteristically low, prob-
ably because of nonpharmaceutical interventions 
implemented in response to the COVID-19 pandemic 
(33). These interventions simplified IAV screening. 
Our results highlight the importance of expanding 
collaborations between the human and veterinary 
sectors to enable timely identification, reporting, and 
investigation of emerging zoonotic pathogens of pan-
demic potential.
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Appendix 

Appendix Methods 

Whole-Genome Sequencing 

To generate MinION (Oxford Nanopore Technologies, https://nanoporetech.com) 

sequence data, reverse transcription PCR was performed using SuperScript IV First-Strand 

Synthesis System (Thermo Fisher Scientific, https://www.thermofisher.com) as previously 

described (P.C. Resende, unpub. data, 

https://www.biorxiv.org/content/10.1101/2020.04.30.069039v1). Each influenza genome 

segment was amplified by using universal influenza primers (1) and Q5 High-Fidelity DNA 

Polymerase (New England Biolabs, https://www.neb.com) with the following thermocycler 

conditions: 98°C for 30 s, 40 cycles of 98°C for 17 s, 55°C for 30 s, 72°C for 2 min, and final 

extension at 72°C for 4 min. PCR products were purified by using Agencourt AMPure XP beads 

(Beckman Coulter, Inc., https://www.beckmancoulter.com) as per manufacturer’s 

recommendations and DNA concentration was measured by using the Qubit 4 Fluorometer 

(Thermo Fisher Scientific) with the Qubit dsDNA Broad Range Assay Kit (Thermo Fisher 

Scientific). Sequencing libraries were prepared using Ligation Sequencing Kit 1D (SQK-

LSK109) and the Native Barcoding Expansion 1–24 (Oxford Nanopore Technologies) as per 

manufacturer’s recommendations and previously described protocol (P.C. Resende, unpub. data, 

https://www.biorxiv.org/content/10.1101/2020.04.30.069039v1). In brief, 60 ng of each 

amplicon were used to prepare sequencing libraries. Sequencing was performed by using the 

FLO-MIN106D flow cell R9.4.1 for 24 hours on the GridION (Oxford Nanopore Technologies). 

MinKNOW version 20.06.17 (Oxford Nanopore Technologies) was used to generate high-

accuracy base calling. Reads with a quality score of >7 and dual barcodes were selected for 

further analysis. 

https://doi.org/10.3201/eid2712.210298
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Nanopore data analysis was performed by using CLCGenomics Workbench version 

20.0.4 (QIAGEN, https://www.qiagen.com). Reads were filtered by length where segments 

within +200 bp of the specified viral genome segment length were retained and barcodes were 

trimmed from the data. Trimmed reads were mapped against H1N2 virus reference sequence 

(GenBank accession no. MK462499.1) using the Map Long Reads to Reference tool (default 

settings). Consensus was called using the Extract Consensus Sequence tool (default settings) 

with a minimum coverage of 50 reads. 

The MinION-generated consensus for the influenza PA gene segment was further 

polished using Illumina (https://www.illumina.com) data. In brief, dsDNA was synthesized using 

Maxima H Minus Double-Stranded cDNA Synthesis Kit (Thermo Fisher Scientific), per 

manufacturer’s recommendation using random hexamers. Libraries were prepared using the 

Nextera DNA Flex Library Prep (Illumina) following manufacturer’s recommendations. The 

pooled library was sequenced using the iSeq-100 platform (Illumina) to generate 2 × 150 bp 

paired-end reads. Reads were filtered by quality and adapters trimmed. The resulting data were 

used to polish the nanopore consensus using the Polish with Reads tool (default settings). 

Phylogenetic Characterization 

In total, 202 H1N2 and H1N2v hemagglutinin (segment 4) complimentary DNA 

sequences from 47 humans in the United States and Canada and 155 swine in Canada were 

extracted from the NCBI Influenza Virus Database (https://www.ncbi.nlm.nih.gov; cited 2021 

Jan 14) and were aligned with A/Alberta/01/2020 H1N2v and 6 additional previously 

unpublished Alberta swine hemagglutinin sequences using MAFFT version 7.475 (2). This 

alignment was used as the input to generate a maximum-likelihood tree using IQ-TREE version 

2.0.3 (3) with 1,000 bootstrap replicates (4) and 1,000 SH-like approximate likelihood ratio tests 

(5) and the TVM+F+I+G4 model on ModelFinder (6). The tree was visualized with ggtree (7). 

The 8 segments from A/Alberta/01/2020 H1N2v were aligned with sequences from the Influenza 

Virus Database using blastn version 2.10.1+ (8) to identify the alignment with the highest bit 

score. Alberta/01/2020 H1N2v was uploaded to GISAID (https://www.gisaid.org) under 

accession nos. EPI1815172–EPI1815179. 



 

Page 3 of 7 

References 

1. Hoffmann E, Stech J, Guan Y, Webster RG, Perez DR. Universal primer set for the full-length 

amplification of all influenza A viruses. Arch Virol. 2001;146:2275–89. PubMed 

https://doi.org/10.1007/s007050170002 

2. Katoh K, Standley DM. MAFFT multiple sequence alignment software version 7: improvements in 

performance and usability. Mol Biol Evol. 2013;30:772–80. PubMed 

https://doi.org/10.1093/molbev/mst010 

3. Minh BQ, Schmidt HA, Chernomor O, Schrempf D, Woodhams MD, von Haeseler A, et al. IQ-TREE 

2: new models and efficient methods for phylogenetic inference in the genomic era. Mol Biol 

Evol. 2020;37:1530–4. PubMed https://doi.org/10.1093/molbev/msaa015 

4. Hoang DT, Chernomor O, von Haeseler A, Minh BQ, Vinh LS. UFBoot2: improving the ultrafast 

bootstrap approximation. Mol Biol Evol. 2018;35:518–22. PubMed 

https://doi.org/10.1093/molbev/msx281 

5. Guindon S, Dufayard JF, Lefort V, Anisimova M, Hordijk W, Gascuel O. New algorithms and methods 

to estimate maximum-likelihood phylogenies: assessing the performance of PhyML 3.0. Syst 

Biol. 2010;59:307–21. PubMed https://doi.org/10.1093/sysbio/syq010 

6. Kalyaanamoorthy S, Minh BQ, Wong TKF, von Haeseler A, Jermiin LS. ModelFinder: fast model 

selection for accurate phylogenetic estimates. Nat Methods. 2017;14:587–9. PubMed 

https://doi.org/10.1038/nmeth.4285 

7. Yu G, Lam TT, Zhu H, Guan Y. Two methods for mapping and visualizing associated data on 

phylogeny using ggtree. Mol Biol Evol. 2018;35:3041–3. PubMed 

https://doi.org/10.1093/molbev/msy194 

8. Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ. Basic local alignment search tool. J Mol Biol. 

1990;215:403–10. PubMed https://doi.org/10.1016/S0022-2836(05)80360-2 

  

https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=11811679&dopt=Abstract
https://doi.org/10.1007/s007050170002
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23329690&dopt=Abstract
https://doi.org/10.1093/molbev/mst010
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=32011700&dopt=Abstract
https://doi.org/10.1093/molbev/msaa015
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29077904&dopt=Abstract
https://doi.org/10.1093/molbev/msx281
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20525638&dopt=Abstract
https://doi.org/10.1093/sysbio/syq010
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=28481363&dopt=Abstract
https://doi.org/10.1038/nmeth.4285
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=30351396&dopt=Abstract
https://doi.org/10.1093/molbev/msy194
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=2231712&dopt=Abstract
https://doi.org/10.1016/S0022-2836(05)80360-2


 

Page 4 of 7 

Appendix Table. Influenza A strains used in phylogenetic analysis of A/Alberta/01/2020 (H1N2)v, Canada, 2020* 
NCBI accession no. Host Genotype Strain Clade 
FJ231789 Human H1N2 A/Baden-Wuerttemberg/129/2003 δ-like HA 
FJ231788 Human H1N2 A/Baden-Wuerttemberg/20/2003 δ-like HA 
MK239097 Human H1N2v A/California/58/2018 δ2 variant 
MK239094 Human H1N2v A/Colorado/16/2017 δ1 variant 
EU097961 Human H1N2 A/Denmark/12/2003 δ-like HA 
EU097962 Human H1N2 A/Denmark/50/2003 δ-like HA 
EU097960 Human H1N2 A/Denmark/56/2003 δ-like HA 
EU097959 Human H1N2 A/Denmark/86/2003 δ-like HA 
JQ340003 Human H1N2 A/Eastern India/N-1289/2009 npdm 
CY122316 Human H1N2 A/Memphis/8/2003 δ-like HA 
CY016324 Human H1N2 A/Michigan/2/2003 δ-like HA 
CY016326 Human H1N2 A/Michigan/3/2003 δ-like HA 
MK239117 Human H1N2v A/Michigan/382/2018 δ2 variant 
MK239081 Human H1N2v A/Michigan/383/2018 δ2 variant 
MK239107 Human H1N2v A/Michigan/384/2018 δ2 variant 
KJ620415 Human H1N2 A/Minnesota/14/2012 δ-like HA 
JQ290156 Human H1N2 A/Minnesota/19/2011 δ-like HA 
CY045844 Human H1N2 A/NWS-FNWS/1934-Rockefeller Institute/5/1957 Not available 
CY002352 Human H1N2 A/New York/209/2003 δ-like HA 
CY006867 Human H1N2 A/New York/211/2003 δ-like HA 
CY003368 Human H1N2 A/New York/217/2002 δ-like HA 
CY006107 Human H1N2 A/New York/219/2003 δ-like HA 
CY006747 Human H1N2 A/New York/225/2003 δ-like HA 
CY002992 Human H1N2 A/New York/226/2003 δ-like HA 
CY010076 Human H1N2 A/New York/229/2003 δ-like HA 
CY002632 Human H1N2 A/New York/231/2003 δ-like HA 
CY002656 Human H1N2 A/New York/294/2003 δ-like HA 
CY002152 Human H1N2 A/New York/296/2003 δ-like HA 
CY002664 Human H1N2 A/New York/297/2003 δ-like HA 
CY002360 Human H1N2 A/New York/300/2003 δ-like HA 
CY003761 Human H1N2 A/New York/400/2003 δ-like HA 
CY003769 Human H1N2 A/New York/417/2002 δ-like HA 
CY006387 Human H1N2 A/New York/481/2003 δ-like HA 
CY003672 Human H1N2 A/New York/482/2003 δ-like HA 
CY006395 Human H1N2 A/New York/487/2003 δ-like HA 
CY003696 Human H1N2 A/New York/489/2003 δ-like HA 
CY006403 Human H1N2 A/New York/490/2003 δ-like HA 
CY006411 Human H1N2 A/New York/492/2003 δ-like HA 
CY001680 Human H1N2 A/New York/78/2002 δ-like HA 
CY017115 Human H1N2 A/New York/C1/2003 δ-like HA 
MK239115 Human H1N2v A/Ohio/24/2018 δ2 variant 
CY146817 Human H1N2 A/PAL/unknown Not available 
EF101741 Human H1N2 A/Philippines/344/2004 H1α-like HA 
FJ231790 Human H1N2 A/Rheinland-Pfalz/34/2003 δ-like HA 
FJ231787 Human H1N2 A/Sachsen/11.03.02/2002 δ-like HA 
FJ231786 Human H1N2 A/Sachsen/05.03.02/2002 δ-like HA 
FJ231791 Human H1N2 A/Sachsen/678/2003 δ-like HA 
CY195359 Swine H1N2 A/swine/Alberta/SD0042/2014 H1α-3a 
CY246227 Swine H1N2 A/swine/Alberta/SD0164/2016 H1α-3 
MK462854 Swine H1N2 A/swine/Alberta/SD0217/2017 npdm 
MK462483 Swine H1N2 A/swine/Alberta/SD0222/2017 H1α-3 
MK462750 Swine H1N2 A/swine/Alberta/SD0227/2017 H1α-3 
MK462667 Swine H1N2 A/swine/Alberta/SD0228/2017 H1α-3 
MK462798 Swine H1N2 A/swine/Alberta/SD0232/2017 H1α-3a 
MK462499 Swine H1N2 A/swine/Alberta/SD0237/2017 H1α-3a 
MK462619 Swine H1N2 A/swine/Alberta/SD0246/2017 H1α-3 
MK462846 Swine H1N2 A/swine/Alberta/SD0259/2017 H1α-3a 
MK462459 Swine H1N2 A/swine/Alberta/SD0267/2017 H1α-3a 
MK462290 Swine H1N2 A/swine/Alberta/SD0272/2018 H1α-3a 
CY194381 Swine H1N2 A/swine/Manitoba/D0104/2012 npdm 
CY194237 Swine H1N2 A/swine/Manitoba/D0170/2012 npdm 
CY194277 Swine H1N2 A/swine/Manitoba/D0171/2012 npdm 
CY194309 Swine H1N2 A/swine/Manitoba/D0173/2012 npdm 
CY194597 Swine H1N2 A/swine/Manitoba/D0226/2013 npdm 
CY194765 Swine H1N2 A/swine/Manitoba/D0265/2013 H1α-3 
CY194781 Swine H1N2 A/swine/Manitoba/D0267/2013 H1α-3 
CY194789 Swine H1N2 A/swine/Manitoba/D0268/2013 H1α-3 
CY194829 Swine H1N2 A/swine/Manitoba/D0272/2013 H1α-3 
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NCBI accession no. Host Genotype Strain Clade 
CY194837 Swine H1N2 A/swine/Manitoba/D0273/2013 H1α-3 
CY194853 Swine H1N2 A/swine/Manitoba/D0275/2013 H1α-3 
CY194861 Swine H1N2 A/swine/Manitoba/D0276/2013 H1α-3 
CY194869 Swine H1N2 A/swine/Manitoba/D0277/2013 H1α-3 
CY194885 Swine H1N2 A/swine/Manitoba/D0279/2013 H1α-3 
CY194909 Swine H1N2 A/swine/Manitoba/D0282/2013 H1α-3 
CY194925 Swine H1N2 A/swine/Manitoba/D0284/2013 H1α-3 
CY194933 Swine H1N2 A/swine/Manitoba/D0285/2013 H1α-3 
CY194941 Swine H1N2 A/swine/Manitoba/D0286/2013 H1α-3 
CY194966 Swine H1N2 A/swine/Manitoba/D0289/2013 H1α-3 
CY194974 Swine H1N2 A/swine/Manitoba/D0290/2013 H1α-3 
CY194998 Swine H1N2 A/swine/Manitoba/D0293/2013 H1α-3 
CY195006 Swine H1N2 A/swine/Manitoba/D0294/2013 H1α-3 
CY195014 Swine H1N2 A/swine/Manitoba/D0295/2013 H1α-3 
CY195030 Swine H1N2 A/swine/Manitoba/D0296/2013 H1α-3 
CY195038 Swine H1N2 A/swine/Manitoba/D0297/2013 H1α-3 
CY195046 Swine H1N2 A/swine/Manitoba/D0298/2013 H1α-3 
CY195062 Swine H1N2 A/swine/Manitoba/D0301/2013 H1α-3 
CY195070 Swine H1N2 A/swine/Manitoba/D0302/2013 H1α-3 
CY195102 Swine H1N2 A/swine/Manitoba/D0303/2014 H1α-3 
CY195126 Swine H1N2 A/swine/Manitoba/D0316/2014 H1α-3 
CY195134 Swine H1N2 A/swine/Manitoba/D0317/2014 H1α-3 
CY195142 Swine H1N2 A/swine/Manitoba/D0319/2014 H1α-3 
CY195167 Swine H1N2 A/swine/Manitoba/D0322/2014 H1α-3 
CY195175 Swine H1N2 A/swine/Manitoba/D0324/2014 H1α-3 
CY195199 Swine H1N2 A/swine/Manitoba/D0328/2014 H1α-3 
CY195575 Swine H1N2 A/swine/Manitoba/D0333/2014 H1α-3 
CY195583 Swine H1N2 A/swine/Manitoba/D0335/2014 H1α-3 
CY195215 Swine H1N2 A/swine/Manitoba/D0336/2014 H1α-3 
CY195223 Swine H1N2 A/swine/Manitoba/D0337/2014 H1α-3 
CY195231 Swine H1N2 A/swine/Manitoba/D0338/2014 npdm 
CY195239 Swine H1N2 A/swine/Manitoba/D0339/2014 H1α-3 
CY195255 Swine H1N2 A/swine/Manitoba/D0341/2014 H1α-3 
CY195263 Swine H1N2 A/swine/Manitoba/D0342/2014 H1α-2 
CY195279 Swine H1N2 A/swine/Manitoba/D0345/2014 H1α-3 
CY195287 Swine H1N2 A/swine/Manitoba/D0347/2014 H1α-3 
CY195295 Swine H1N2 A/swine/Manitoba/D0348/2014 H1α-3 
CY195319 Swine H1N2 A/swine/Manitoba/D0351/2014 H1α-3 
CY195375 Swine H1N2 A/swine/Manitoba/D0357/2014 H1α-3 
CY195383 Swine H1N2 A/swine/Manitoba/D0358/2014 H1α-3 
CY195407 Swine H1N2 A/swine/Manitoba/D0359/2014 H1α-3 
CY195591 Swine H1N2 A/swine/Manitoba/D0361/2014 H1α-3 
CY195423 Swine H1N2 A/swine/Manitoba/D0362/2014 H1α-3 
CY194325 Swine H1N2 A/swine/Manitoba/D0364/2012 npdm 
CY194373 Swine H1N2 A/swine/Manitoba/D0365/2012 npdm 
CY195495 Swine H1N2 A/swine/Manitoba/D0369/2015 H1α-3 
CY195511 Swine H1N2 A/swine/Manitoba/D0372/2015 H1α-3 
CY195527 Swine H1N2 A/swine/Manitoba/D0374/2015 H1α-3 
CY195543 Swine H1N2 A/swine/Manitoba/D0377/2015 H1α-3 
CY195551 Swine H1N2 A/swine/Manitoba/D0378/2015 H1α-3 
CY245833 Swine H1N2 A/swine/Manitoba/D0389/2015 H1α-3 
CY245697 Swine H1N2 A/swine/Manitoba/D0391/2015 H1α-3 
CY245769 Swine H1N2 A/swine/Manitoba/D0399/2015 H1α-3 
CY245889 Swine H1N2 A/swine/Manitoba/D0401/2015 H1α-3 
CY245953 Swine H1N2 A/swine/Manitoba/D0402/2015 H1α-3 
CY245897 Swine H1N2 A/swine/Manitoba/D0404/2015 H1α-3 
CY245905 Swine H1N2 A/swine/Manitoba/D0405/2015 H1α-3 
CY245937 Swine H1N2 A/swine/Manitoba/D0406/2015 H1α-3 
CY245929 Swine H1N2 A/swine/Manitoba/D0407/2015 H1α-3 
CY246129 Swine H1N2 A/swine/Manitoba/D0409/2016 H1α-3 
CY246235 Swine H1N2 A/swine/Manitoba/D0417/2016 H1α-3 
CY246275 Swine H1N2 A/swine/Manitoba/D0424/2016 H1α-3 
CY246291 Swine H1N2 A/swine/Manitoba/D0426/2016 H1α-3 
CY245961 Swine H1N2 A/swine/Manitoba/D0432/2015 H1α-3 
CY246033 Swine H1N2 A/swine/Manitoba/D0434/2016 H1α-3 
CY246041 Swine H1N2 A/swine/Manitoba/D0435/2016 H1α-3 
CY246049 Swine H1N2 A/swine/Manitoba/D0436/2016 H1α-3 
CY246057 Swine H1N2 A/swine/Manitoba/D0437/2016 H1α-3 
CY246324 Swine H1N2 A/swine/Manitoba/D0443/2016 H1α-3 
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CY246340 Swine H1N2 A/swine/Manitoba/D0445/2016 H1α-3 
CY246348 Swine H1N2 A/swine/Manitoba/D0446/2016 H1α-3 
CY246356 Swine H1N2 A/swine/Manitoba/D0447/2016 H1α-3 
CY246380 Swine H1N2 A/swine/Manitoba/D0448/2016 H1α-3 
CY246428 Swine H1N2 A/swine/Manitoba/D0450/2016 H1α-3 
CY246436 Swine H1N2 A/swine/Manitoba/D0451/2016 H1α-3 
CY246500 Swine H1N2 A/swine/Manitoba/D0456/2016 H1α-3 
CY246508 Swine H1N2 A/swine/Manitoba/D0457/2016 H1α-3 
CY246580 Swine H1N2 A/swine/Manitoba/D0462/2016 H1α-3 
CY246588 Swine H1N2 A/swine/Manitoba/D0463/2016 H1α-3 
CY246628 Swine H1N2 A/swine/Manitoba/D0468/2016 H1α-3 
CY246636 Swine H1N2 A/swine/Manitoba/D0469/2016 H1α-3 
CY246731 Swine H1N2 A/swine/Manitoba/D0477/2016 H1α-3 
MK462734 Swine H1N2 A/swine/Manitoba/D0479/2017 H1α-3 
MK462902 Swine H1N2 A/swine/Manitoba/D0483/2017 H1α-3 
MK462742 Swine H1N2 A/swine/Manitoba/D0484/2017 H1α-3 
MK462346 Swine H1N2 A/swine/Manitoba/D0487/2017 H1α-3 
MK462571 Swine H1N2 A/swine/Manitoba/D0489/2017 H1α-3 
MK462651 Swine H1N2 A/swine/Manitoba/D0494/2017 H1α-3 
MK462603 Swine H1N2 A/swine/Manitoba/D0495/2017 H1α-3 
CY246203 Swine H1N2 A/swine/Manitoba/D0501/2016 H1α-3 
MK462950 Swine H1N2 A/swine/Manitoba/D0511/2017 H1α-3 
MK462635 Swine H1N2 A/swine/Manitoba/D0519/2017 H1α-3 
MK462595 Swine H1N2 A/swine/Manitoba/D0523/2017 H1α-3 
MK462379 Swine H1N2 A/swine/Manitoba/D0526/2017 H1α-3 
MK328701 Swine H1N2 A/swine/Manitoba/DM_08/2016 H1α-3 
KX264745 Swine H1N2 A/swine/Manitoba/G2/2014 H1α-3 
KX264747 Swine H1N2 A/swine/Manitoba/G4/2014 H1α-3 
KX264749 Swine H1N2 A/swine/Manitoba/G6/2014 H1α-3 
CY246001 Swine H1N2 A/swine/Manitoba/SD0129/2015 H1α-3 
CY246073 Swine H1N2 A/swine/Manitoba/SD0133/2016 H1α-3 
CY246105 Swine H1N2 A/swine/Manitoba/SD0144/2016 H1α-3 
CY246153 Swine H1N2 A/swine/Manitoba/SD0148/2016 H1α-3 
CY246145 Swine H1N2 A/swine/Manitoba/SD0150/2016 H1α-3 
CY245592 Swine H1N2 A/swine/Manitoba/SD0157/2016 H1α-3 
CY246187 Swine H1N2 A/swine/Manitoba/SD0159/2016 H1α-3 
CY245609 Swine H1N2 A/swine/Manitoba/SD0165/2016 H1α-3 
CY245617 Swine H1N2 A/swine/Manitoba/SD0166/2016 H1α-3 
CY246396 Swine H1N2 A/swine/Manitoba/SD0170/2016 H1α-3 
CY246388 Swine H1N2 A/swine/Manitoba/SD0171/2016 H1α-3 
CY246723 Swine H1N2 A/swine/Manitoba/SD0202/2016 H1α-3 
CY246715 Swine H1N2 A/swine/Manitoba/SD0203/2016 H1α-3 
CY246747 Swine H1N2 A/swine/Manitoba/SD0209/2016 H1α-3 
CY246739 Swine H1N2 A/swine/Manitoba/SD0211/2016 H1α-3 
MK462531 Swine H1N2 A/swine/Manitoba/SD0213/2017 H1α-3 
MK462515 Swine H1N2 A/swine/Manitoba/SD0216/2017 H1α-3 
MK462547 Swine H1N2 A/swine/Manitoba/SD0218/2017 H1α-3 
MK462587 Swine H1N2 A/swine/Manitoba/SD0236/2017 H1α-3 
MK462878 Swine H1N2 A/swine/Manitoba/SD0241/2017 H1α-3 
MK462822 Swine H1N2 A/swine/Manitoba/SD0302/2018 H1α-3 
DQ280236 Swine H1N2 A/swine/Ontario/48235/04 δ-like HA 
DQ280227 Swine H1N2 A/swine/Ontario/52156/03 δ-like HA 
DQ280212 Swine H1N2 A/swine/Ontario/55383/04 δ-like HA 
KM489567 Swine H1N2 A/swine/Ontario/68/2012 npdm 
MK328725 Swine H1N2 A/swine/Ontario/DM_11/2017 H1α-3 
MK328741 Swine H1N2 A/swine/Ontario/DM_21/2017 β 
CY246169 Swine H1N2 A/swine/Saskatchewan/D0410/2016 H1α-3 
CY245584 Swine H1N2 A/swine/Saskatchewan/SD0136/2016 H1α-3 
MK462362 Swine H1N2 A/swine/Saskatchewan/SD0142/2016 H1α-3 
CY246161 Swine H1N2 A/swine/Saskatchewan/SD0155/2016 npdm 
CY246219 Swine H1N2 A/swine/Saskatchewan/SD0163/2016 npdm 
CY250816 Swine H1N2 A/swine/Saskatchewan/SD0204/2016 H1α-3 
MK462758 Swine H1N2 A/swine/Saskatchewan/SD0204/2016 H1α-3 
MK462419 Swine H1N2 A/swine/Saskatchewan/SD0240/2017 H1α-3 
MK462918 Swine H1N2 A/swine/Saskatchewan/SD0291/2018 npdm 
EPI1815179 Human H1N2v A/Alberta/01/2020 H1α-3a variant 
A/sw/AB/SD0308/2018 Swine H1N2 A/swine/Alberta/SD0308/2018 H1α-3a 
A/sw/AB/SD0345/2018 Swine H1N2 A/swine/Alberta/SD0345/2018 H1α-3a 
A/sw/AB/SD0427/2019 Swine H1N2 A/swine/Alberta/SD0427/2019 H1α-3a 
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A/sw/AB/SD0473/2019 Swine H1N2 A/swine/Alberta/SD0473/2019 H1α-3a 
A/sw/AB/SD0529/2020 Swine H1N2 A/swine/Alberta/SD0529/2020 H1α-3a 
A/sw/AB/SD0545/2020 Swine H1N2 A/swine/Alberta/SD0545/2020 H1α-3a 
EPI1056725 Human H1N2v A/Ohio/24/2017 H1α-3a variant 
*HA, hemagglutinin; NCBI, National Center for Biotechnology Information (http://www.ncbi.nlm.nih.gov); npdm, influenza A(H1N1)pdm09-like virus. 

 


